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<400> 1 

cgatcgccca gcaccaagtc cgcttccagg ctttcggttt ctttgcctcc atcttgggtg 60 

cgccttcccg gcgtctaggg gagcgaaggc tgaggtggca gcggcaggag agtccggccg 12 0 

cgacaggacg aactccccca ctggaaagga ttctgaaaga aatgaagtca gccctcagaa 180 

atgaagttga ctgcctgctg gctttctgtt gactggcccg gagctgtact gcaagaccct 240 

tgtgagcttc cctagtctaa gagtagg atg tct get gaa gtc ate cat cag gtt 294 

Met Ser Ala Glu Val lie His Gin Val 
1 5 

gaa gaa gca ctt gat aca gat gag aag gag atg ctg etc ttt ttg tgc 342 
Glu Glu Ala Leu Asp Thr Asp Glu Lys Glu Met Leu Leu Phe Leu Cys 
10 15 20 25 

egg gat gtt get ata gat gtg gtt cca cct aat gtc agg gac ctt ctg 390 
Arg Asp Val Ala lie' Asp Val Val Pro Pro Asn Val Arg Asp Leu Leu 
30 35 40 

gat att tta egg gaa aga ggt aag ctg tct gtc ggg gac ttg get gaa 438 



1 



Asp lie Leu Arg Glu Arg Gly Lys Leu Ser Val Gly Asp Leu Ala Glu 
45 50 55 

ctg etc tac aga gtg agg cga ttt gac ctg etc aaa cgt ate ttg aag 486 
Leu Leu Tyr Arg Val Arg Arg Phe Asp Leu Leu Lys Arg lie Leu Lys 
60 65 70 

atg gac aga aaa get gtg gag acc cac ctg etc agg aac cct cac ctt 534 
Met Asp Arg Lys Ala Val Glu Thr His Leu Leu Arg Asn Pro His Leu 
75 80 85 

gtt teg gac tat aga gtg ctg atg gca gag att ggt gag gat ttg gat 582 
Val Ser Asp Tyr Arg Val Leu Met Ala Glu lie Gly Glu Asp Leu Asp 
90 95 100 105 

aaa tct gat gtg tec tea tta att ttc etc atg aag gat tac atg ggc 630 
Lys Ser Asp Val Ser Ser Leu lie Phe Leu Met Lys Asp Tyr Met Gly 
110 115 120 

cga ggc aag ata age aag gag aag agt ttc ttg gac ctt gtg gtt gag 678 
Arg Gly Lys lie Ser Lys Glu Lys Ser Phe Leu Asp Leu Val Val Glu 
125 130 135 

ttg gag aaa eta aat ctg gtt gee cca gat caa ctg gat tta tta gaa 726 
Leu Glu Lys Leu Asn Leu Val Ala Pro Asp Gin Leu Asp Leu Leu Glu 
140 145 150 

aaa tgc eta aag aac ate cac aga ata gac ctg aag aca aaa ate cag 7 74 

Lys Cys Leu Lys Asn lie His Arg lie Asp Leu Lys Thr Lys lie Gin 
155 160 165 

aag tac aag cag tct gtt caa gga gca ggg aca agt tac agg aat gtt 822 
Lys Tyr Lys Gin Ser Val Gin Gly Ala Gly Thr Ser Tyr Arg Asn Val 
170 175 180 185 

etc caa gca gca ate caa aag agt etc aag gat cct tea aat aac ttc 870 
Leu Gin Ala Ala lie Gin Lys Ser Leu Lys Asp Pro Ser Asn Asn Phe 
190 195 200 

agg etc cat aat ggg aga agt aaa gaa caa aga ctt aag gaa cag ctt 918 
Arg Leu His Asn Gly Arg Ser Lys Glu Gin Arg Leu Lys Glu Gin Leu 
205 210 215 

ggc get caa caa gaa cca gtg aag aaa tec att cag gaa tea gaa get 966 
Gly Ala Gin Gin Glu Pro Val Lys Lys Ser lie Gin Glu Ser Glu Ala 
220 225 230 

ttt ttg cct cag age ata cct gaa gag aga tac aag atg aag age aag 1014 
Phe Leu Pro Gin Ser lie Pro Glu Glu Arg Tyr Lys Met Lys Ser Lys 
235 240 245 

ccc eta gga ate tgc ctg ata ate gat tgc att ggc aat gag aca gag 1062 
Pro Leu Gly lie Cys Leu lie lie Asp Cys lie Gly Asn Glu Thr Glu 
250 255 260 265 

ctt ctt cga gac acc ttc act tec ctg ggc tat gaa gtc cag aaa ttc 1110 
Leu Leu Arg Asp Thr Phe Thr Ser Leu Gly Tyr Glu Val Gin Lys Phe 
270 275 280 
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ttg cat etc agt atg cat ggt ata tec cag att ctt ggc caa ttt gec 1158 
Leu His Leu Ser Met His Gly He Ser Gin He Leu Gly Gin Phe Ala 
285 290 295 

tgt atg ccc gag cac cga gac tac gac age ttt gtg tgt gtc ctg gtg 120 6 

Cys Met Pro Glu His Arg Asp Tyr Asp Ser Phe Val Cys Val Leu Val 
300 305 310 

age cga gga ggc tec cag agt gtg tat ggt gtg gat cag act cac tea 1254 
Ser Arg Gly Gly Ser Gin Ser Val Tyr Gly Val Asp Gin Thr His Ser 
315 320 325 

ggg etc ccc ctg cat cac ate agg agg atg ttc atg gga gat tea tgc 13 02 

Gly Leu Pro Leu His His He Arg Arg Met Phe Met Gly Asp Ser Cys 
330 335 340 345 

cct tat eta gca ggg aag cca aag atg ttt ttt att cag aac tat gtg 1350 
Pro Tyr Leu Ala Gly Lys Pro Lys Met Phe Phe He Gin Asn Tyr Val 
350 355 360 

gtg tea gag ggc cag ctg gag gac age age etc ttg gag gtg gat ggg 1398 
Val Ser Glu Gly Gin Leu Glu Asp Ser Ser Leu Leu Glu Val Asp Gly 
365 370 375 

cca gcg atg aag aat gtg gaa ttc aag get cag aag cga ggg ctg tgc 1446 
Pro Ala Met Lys Asn Val Glu Phe Lys Ala Gin Lys Arg Gly Leu Cys 
380 385 390 

aca gtt cac cga gaa get gac ttc ttc tgg age ctg tgt act gcg gac 1494 
Thr Val His Arg Glu Ala Asp Phe Phe Trp Ser Leu Cys Thr Ala Asp 
395 400 405 

atg tec ctg ctg gag cag tct cac age tea ccg tec ctg tac ctg cag 1542 
Met Ser Leu Leu Glu Gin Ser His Ser Ser Pro Ser Leu Tyr Leu Gin 
410 415 420 425 

tgc etc tec cag aaa ctg aga caa gaa aga aaa cgc cca etc ctg gat 1590 
Cys Leu Ser Gin Lys Leu Arg Gin Glu Arg Lys Arg Pro Leu Leu Asp 

430 435 440 

ctt cac att gaa etc aat ggc tac atg tat gat tgg aac age aga gtt 1638 
Leu His He Glu Leu Asn Gly Tyr Met Tyr Asp Trp Asn Ser Arg Val 
445 450 455 

tct gee aag gag aaa tat tat gtc tgg ctg cag cac act ctg aga aag 1686 
Ser Ala Lys Glu Lys Tyr Tyr Val Trp Leu Gin His Thr Leu Arg Lys 
460 465 470 

aaa ctt ate etc tec tac aca taagaaacca aaaggctggg cgtagtggct 1737 
Lys Leu He Leu Ser Tyr Thr 
475 480 

cgcacctgta atcccagcac tttgggaggc caaggagggc ggatcacttc aggtcaggag 17 97 

ttcgagacca gcctggccaa catggtaaac gctgtcccta gtaagagtgc aaaaattagc 1857 

tgggtgtggg tgtgggtacc tgtgttccca gttacttggg aggctgaggt gggaggatct 1917 

tttgaaccca ggagttcagg gtcatagcat gctgtgattg tgcctacgaa tagccactgc 1977 
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ataccaacct gggcaatata gcaagatccc atctttttaa aaaaaaaaaa aaaaaaa 



2034 



<210> 2 

<211> 480 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Ser Ala Glu Val lie His Gin Val Glu Glu Ala Leu Asp Thr Asp 
15 10 15 



Glu Lys Glu Met Leu Leu Phe Leu Cys Arg Asp Val Ala lie Asp Val 
20 25 30 



Val Pro Pro Asn Val Arg Asp Leu Leu Asp lie Leu Arg Glu Arg Gly 
35 40 45 



Lys Leu Ser Val Gly Asp Leu Ala Glu Leu Leu Tyr Arg Val Arg Arg 
50 55 60 



Phe Asp Leu Leu Lys Arg lie Leu Lys Met Asp Arg Lys Ala Val Glu 
65 70 75 80 



Thr His Leu Leu Arg Asn Pro His Leu Val Ser Asp Tyr Arg Val Leu 
85 90 95 



Met Ala Glu lie Gly Glu Asp Leu Asp Lys Ser Asp Val Ser Ser Leu 
100 105 110 

lie Phe Leu Met Lys Asp Tyr Met Gly Arg Gly Lys lie Ser Lys Glu 
115 120 125 



Lys Ser Phe Leu Asp Leu Val Val Glu Leu Glu Lys Leu Asn Leu Val 
130 135 140 



Ala Pro Asp Gin Leu Asp Leu Leu Glu Lys Cys Leu Lys Asn lie His 
145 150 155 160 



Arg lie Asp Leu Lys Thr Lys lie Gin Lys Tyr Lys Gin Ser Val Gin 
165 170 175 



Gly Ala Gly Thr Ser Tyr Arg Asn Val Leu Gin Ala Ala lie Gin Lys 
180 185 190 



Ser Leu Lys Asp Pro Ser Asn Asn Phe Arg Leu His Asn Gly Arg Ser 
195 200 205 
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Lys Glu Gin Arg Leu Lys Glu Gin Leu Gly Ala Gin Gin Glu Pro Val 
210 215 220 



Lys Lys Ser lie Gin Glu Ser Glu Ala Phe Leu Pro Gin Ser lie Pro 
225 230 235 240 



Glu Glu Arg Tyr Lys Met Lys Ser Lys Pro Leu Gly lie Cys Leu lie 
245 250 255 



lie Asp Cys lie Gly Asn Glu Thr Glu Leu Leu Arg Asp Thr Phe Thr 
260 265 270 



Ser Leu Gly Tyr Glu Val Gin Lys Phe Leu His Leu Ser Met His Gly 
275 280 285 



lie Ser Gin He Leu Gly Gin Phe Ala Cys Met Pro Glu His Arg Asp 
290 295 300 



Tyr Asp Ser Phe Val Cys Val Leu Val Ser Arg Gly Gly Ser Gin Ser 
305 310 315 320 



Val Tyr Gly Val Asp Gin Thr His Ser Gly Leu Pro Leu His His He 
325 330 335 



Arg Arg Met Phe Met Gly Asp Ser Cys Pro Tyr Leu Ala Gly Lys Pro 
340 345 350 



Lys Met Phe Phe He Gin Asn Tyr Val Val Ser Glu Gly Gin Leu Glu 
355 360 365 

Asp Ser Ser Leu Leu Glu Val Asp Gly Pro Ala Met Lys Asn Val Glu 
370 375 380 



Phe Lys Ala Gin Lys Arg Gly Leu Cys Thr Val His Arg Glu Ala Asp 
385 390 395 400 



Phe Phe Trp Ser Leu Cys Thr Ala Asp Met Ser Leu Leu Glu Gin Ser 
405 410 415 



His Ser Ser Pro Ser Leu Tyr Leu Gin Cys Leu Ser Gin Lys Leu Arg 
420 425 430 



Gin Glu Arg Lys Arg Pro Leu Leu Asp Leu His He Glu Leu Asn Gly 
435 440 445 
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Tyr Met Tyr Asp Trp Asn Ser Arg Val Ser Ala Lys Glu Lys Tyr Tyr 
450 455 460 



Val Trp Leu Gin His Thr Leu Arg Lys Lys Leu lie Leu Ser Tyr Thr 
465 470 475 480 



<210> 3 
<211> 478 
<212> PRT 

<213> Homo sapiens 
<400> 3 

Met Asp Phe Ser Arg Asn Leu Tyr Asp lie Gly Glu Gin Leu Asp Ser 
15 10 15 

Glu Asp Leu Ala Ser Leu Lys Phe Leu Ser Leu Asp Tyr lie Pro Gin 
20 25 30 

Arg Lys Gin Glu Pro lie Lys Asp Ala Leu Met Leu Phe Gin Arg Leu 
35 40 45 

Gin Glu Lys Arg Met Leu Glu Glu Ser Asn Leu Ser Phe Leu Lys Glu 
50 55 60 

Leu Leu Phe Arg lie Asn Arg Leu Asp Leu Leu lie Thr Tyr Leu Asn 
65 70 75 80 

Thr Arg Lys Glu Glu Met Glu Arg Glu Leu Gin Thr Pro Gly Arg Ala 
85 90 95 

Gin lie Ser Ala Tyr Arg Val Met Leu Tyr Gin lie Ser Glu Glu Val 
100 105 110 

Ser Arg Ser Glu Leu Arg Ser Phe Lys Phe Leu Leu Gin Glu Glu lie 

115 120 125 

Ser Lys Cys Lys Leu Asp Asp Asp Met Asn Leu Leu Asp lie Phe lie 

130 135 140 

Glu Met Glu Lys Arg Val lie Leu Gly Glu Gly Lys Leu Asp lie Leu 
145 150 155 160 

Lys Arg Val Cys Ala Gin lie Asn Lys Ser Leu Leu Lys lie lie Asn 
165 170 175 

Asp Tyr Glu Glu Phe Ser Lys Glu Arg Ser Ser Ser Leu Glu Gly Ser 
180 185 190 

Pro Asp Glu Phe Ser Asn Gly Glu Glu Leu Cys Gly Val Met Thr lie 
195 200 205 

Ser Asp Ser Pro Arg Glu Gin Asp Ser Glu Ser Gin Thr Leu Asp Lys 
210 215 220 

Val Tyr Gin Met Lys Ser Lys Pro Arg Gly Tyr Cys Leu lie lie Asn 
225 230 235 240 
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Asn His Asn Phe Ala Lys Ala Arg Glu Lys Val Pro Lys Leu His Ser 
245 250 255 



lie Arg Asp Arg Asn Gly Thr His Leu Asp Ala Gly Leu Thr Thr Thr 
260 265 270 

Phe Glu Glu Leu His Phe Glu lie Lys Pro His Asp Asp Cys Thr Val 
275 280 285 

Glu Gin lie Tyr Glu lie Leu Lys lie Tyr Gin Leu Met Asp His Ser 
290 295 300 

Asn Met Asp Cys Phe lie Cys Cys lie Leu Ser His Gly Asp Lys Gly 
305 310 315 320 

lie lie Tyr Gly Thr Asp Gly Gin Glu Pro Pro lie Tyr Glu Leu Thr 
325 330 335 

Ser Gin Phe Thr Gly Leu Lys Cys Pro Ser Leu Ala Gly Lys Pro Lys 
340 345 350 

Val Phe Phe lie Gin Ala Cys Gin Gly Asp Asn Tyr Gin Lys Gly lie 
355 360 365 

Pro Val Glu Thr Asp Ser Glu Glu Gin Pro Tyr Leu Glu Met Asp Leu 
370 375 380 

Ser Ser Pro Gin Thr Arg Tyr lie Pro Asp Glu Ala Asp Phe Leu Leu 
385 390 395 400 

Gly Met Ala Thr Val Asn Asn Cys Val Ser Tyr Arg Asn Pro Ala Glu 
405 410 415 

Gly Thr Trp Tyr lie Gin Ser Leu Cys Gin Ser Leu Arg Glu Arg Cys 
420 425 430 

Pro Arg Gly Asp Asp lie Leu Thr lie Leu Thr Glu Val Asn Tyr Glu 
435 440 445 

Val Ser Asn Lys Asp Asp Lys Lys Asn Met Gly Lys Gin Met Pro Gin 

450 455 460 

Pro Thr Phe Thr Leu Arg Lys Lys Leu Val Phe Pro Ser Asp 
465 470 475 



<210> 4 
<211> 479 
<212> PRT 

<213> Homo sapiens 
<400> 4 

Met Lys Ser Gin Gly Gin His Trp Tyr Ser Ser Ser Asp Lys Asn Cys 
15 10 15 

Lys Val Ser Phe Arg Glu Lys Leu Leu lie lie Asp Ser Asn Leu Gly 
20 25 30 
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Val Gin Asp Val Glu Asn Leu Lys Phe Leu Cys lie Gly Leu Val Pro 
35 40 45 

Asn Lys Lys Leu Glu Lys Ser Ser Ser Ala Ser Asp Val Phe Glu His 
50 55 60 

Leu Leu Ala Glu Asp Leu Leu Ser Glu Glu Asp Pro Phe Phe Leu Ala 
65 70 75 80 

Glu Leu Leu Tyr lie lie Arg Gin Lys Lys Leu Leu Gin His Leu Asn 
85 90 95 

Cys Thr Lys Glu Glu Val Glu Arg Leu Leu Pro Thr Arg Gin Arg Val 
100 105 110 

Ser Leu Phe Arg Asn Leu Leu Tyr Glu Leu Ser Glu Gly lie Asp Ser 
115 120 125 

Glu Asn Leu Lys Asp Met lie Phe Leu Leu Lys Asp Ser Leu Pro Lys 
130 135 140 

Thr Glu Met Thr Ser Leu Ser Phe Leu Ala Phe Leu Glu Lys Gin Gly 
145 150 155 160 

Lys lie Asp Glu Asp Asn Leu Thr Cys Leu Glu Asp Leu Cys Lys Thr 
165 170 175 

Val Val Pro Lys Leu Leu Arg Asn lie Glu Lys Tyr Lys Arg Glu Lys 
180 185 190 

Ala lie Gin lie Val Thr Pro Pro Val Asp Lys Glu Ala Glu Ser Tyr 
195 200 205 

Gin Gly Glu Glu Glu Leu Val Ser Gin Thr Asp Val Lys Thr Phe Leu 
210 215 220 

Glu Ala Leu Pro Arg Ala Ala Val Tyr Arg Met Asn Arg Asn His Arg 
225 230 235 240 

Gly Leu Cys Val lie Val Asn Asn His Ser Phe Thr Ser Leu Lys Asp 

245 250 255 

Arg Gin Gly Thr His Lys Asp Ala Glu lie Leu Ser His Val Phe Gin 
260 265 270 

Trp Leu Gly Phe Thr Val His lie His Asn Asn Val Thr Lys Val Glu 
275 280 285 

Met Glu Met Val Leu Gin Lys Gin Lys Cys Asn Pro Ala His Ala Asp 
290 295 300 

Gly Asp Cys Phe Val Phe Cys lie Leu Thr His Gly Arg Phe Gly Ala 
305 310 315 320 

Val Tyr Ser Ser Asp Glu Ala Leu lie Pro lie Arg Glu lie Met Ser 
325 330 335 

His Phe Thr Ala Leu Gin Cys Pro Arg Leu Ala Glu Lys Pro Lys Leu 
340 345 350 
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Phe Phe lie Gin Ala 
355 

lie Glu Ala Asp Ala 
370 

Asp Ser lie Pro Ala 
385 

Pro Gly Tyr Val Ser 
405 

Gin Ser Leu Cys Asn 
420 

lie Leu Ser lie Leu 
435 

Asp Lys Gin Gly Thr 
450 

Arg Lys Lys Leu Val 
465 



Cys Gin Gly Glu Glu 
360 

Leu Asn Pro Glu Gin 
375 

Glu Ala Asp Phe Leu 
390 

Phe Arg His Val Glu 
410 

His Leu Lys Lys Leu 
425 

Thr Ala Val Asn Asp 
440 

Lys Lys Gin Met Pro 
455 

Phe Pro Val Pro Leu 
470 



lie Gin Pro Ser Val Ser 
365 

Ala Pro Thr Ser Leu Gin 
380 

Leu Gly Leu Ala Thr Val 
395 400 

Glu Gly Ser Trp Tyr lie 
415 

Val Pro Arg His Glu Asp 
430 

Asp Val Ser Arg Arg Val 
445 

Gin Pro Ala Phe Thr Leu 
460 

Asp Ala Leu Ser lie 
475 



<210> 5 

<211> 2597 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (304) . . (1347) 

<400> 5 

gcgagcttgc agcctcaccg acgagtctca actaaaaggg actcccggag ctaggggtgg 60 

ggactcggcc tcacacagtg attgccggct attggacttt tgtccagtga cagctgagac 12 0 

aacaaggacc acgggaggag gtgtaggaga gaagcgccgc gaacaggcat cgcccagcac 180 

caagtccgct tccaggcttt cggtttcttt gcctccatct tgggtgcgcc ttcccggcgt 240 

ctaggggagc gaaggctgag gtggcagcgg caggagagtc cggccgcgac aggacgagtg 300 

ctg atg gca gag att ggt gag gat ttg gat aaa tct gat gtg tec tea 348 
Met Ala Glu lie Gly Glu Asp Leu Asp Lys Ser Asp Val Ser Ser 
15 10 15 

tta att ttc etc atg aag gat tac atg ggc cga ggc aag ata age aag 3 96 

Leu lie Phe Leu Met Lys Asp Tyr Met Gly Arg Gly Lys lie Ser Lys 
20 25 30 

gag aag agt ttc ttg gac ctt gtg gtt gag ttg gag aaa eta aat ctg 444 
Glu Lys Ser Phe Leu Asp Leu Val Val Glu Leu Glu Lys Leu Asn Leu 
35 40 45 

gtt gee cca gat caa ctg gat tta tta gaa aaa tgc eta aag aac ate 492 
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Val Ala Pro Asp Gin Leu Asp Leu Leu Glu Lys Cys Leu Lys Asn lie 
50 55 60 

cac aga ata gac ctg aag aca aaa ate cag aag tac aag cag tct gtt 540 
His Arg lie Asp Leu Lys Thr Lys lie Gin Lys Tyr Lys Gin Ser Val 
65 70 75 

caa gga gca ggg aca agt tac agg aat gtt etc caa gca gca ate caa 588 
Gin Gly Ala Gly Thr Ser Tyr Arg Asn Val Leu Gin Ala Ala lie Gin 
80 85 90 95 

aag agt etc aag gat cct tea aat aac ttc agg gaa gaa cca gtg aag 63 6 

Lys Ser Leu Lys Asp Pro Ser Asn Asn Phe Arg Glu Glu Pro Val Lys 
100 105 110 

aaa tec att cag gaa tea gaa get ttt ttg cct cag age ata cct gaa 684 
Lys Ser lie Gin Glu Ser Glu Ala Phe Leu Pro Gin Ser lie Pro Glu 
115 120 125 

gag aga tac aag atg aag age aag ccc eta gga ate tgc ctg ata ate 732 
Glu Arg Tyr Lys Met Lys Ser Lys Pro Leu Gly lie Cys Leu lie lie 
130 135 140 

gat tgc att ggc aat gag aca gag ctt ctt cga gac ace ttc act tec 780 
Asp Cys lie Gly Asn Glu Thr Glu Leu Leu Arg Asp Thr Phe Thr Ser 
145 150 155 

ctg ggc tat gaa gtc cag aaa ttc ttg cat etc agt atg cat ggt ata 828 
Leu Gly Tyr Glu Val Gin Lys Phe Leu His Leu Ser Met His Gly He 
160 165 170 175 

tec cag att ctt ggc caa ttt gee tgt atg ccc gag cac cga gac tac 876 
Ser Gin He Leu Gly Gin Phe Ala Cys Met Pro Glu His Arg Asp Tyr 
180 185 190 

gac age ttt gtg tgt gtc ctg gtg age cga gga ggc tec cag agt gtg 924 
Asp Ser Phe Val Cys Val Leu Val Ser Arg Gly Gly Ser Gin Ser Val 

195 200 205 

tat ggt gtg gat cag act cac tea ggg etc ccc ctg cat cac ate agg 972 
Tyr Gly Val Asp Gin Thr His Ser Gly Leu Pro Leu His His He Arg 
210 215 220 

agg atg ttc atg gga gat tea tgc cct tat eta gca ggg aag cca aag 102 0 

Arg Met Phe Met Gly Asp Ser Cys Pro Tyr Leu Ala Gly Lys Pro Lys 
225 230 235 

atg ttt ttt att cag aac tat gtg gtg tea gac ggc cag ctg gag gac 1068 
Met Phe Phe He Gin Asn Tyr Val Val Ser Asp Gly Gin Leu Glu Asp 
240 245 250 255 

age age etc ttg gag gtg gat ggg cca gcg atg aag aat gtg gaa ttc 1116 
Ser Ser Leu Leu Glu Val Asp Gly Pro Ala Met Lys Asn Val Glu Phe 
260 265 270 

aag get cag aag cga ggg ctg tgc aca gtt cac cga gaa get gac ttc 1164 
Lys Ala Gin Lys Arg Gly Leu Cys Thr Val His Arg Glu Ala Asp Phe 
275 280 285 

ttc tgg age ctg tgt act gcg gac atg tec ctg ctg gag cag tct cac 1212 
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Phe Trp Ser Leu Cys Thr Ala Asp Met Ser Leu Leu Glu Gin Ser His 
290 295 300 

age tea ccg tec ctg tac ctg cag tgc etc tec cag aaa ctg aga caa 1260 
Ser Ser Pro Ser Leu Tyr Leu Gin Cys Leu Ser Gin Lys Leu Arg Gin 
305 310 315 

gaa agg ggg aca att ccc gga agt gga att aca gag tea aag gac atg 1308 
Glu Arg Gly Thr lie Pro Gly Ser Gly lie Thr Glu Ser Lys Asp Met 
320 325 330 335 

cat ttt tea age etc gga tgc ate tta eta gat gtc eta taggatggtc 1357 
His Phe Ser Ser Leu Gly Cys lie Leu Leu Asp Val Leu 





340 




345 








atatcagctt 


tataggagag 


tagctgtgtc 


cctgaattct 


ccctgacact 


geatgetett 


1417 


atatttcctc 


aagttttgac 


aatttgatag 


gtgaaaagtg 


gtatctgact 


gttcagatct 


1477 


ggaaggcttt 


gttatataaa 


cattttttta 


atgtttattg 


gcaagaatac 


ttttctaaga 


1537 


gaaacatcag 


tgagctggtt 


tccatttaag 


ctgaatgaag 


ccacaatgta 


cctcaagtat 


1597 


aagattaact 


ggecttttte 


agttgcactc 


taattacaat 


ttagaatgat 


gtttctgagc 


1657 


cacctgtcaa 


atgcattctg 


ggctgtacct 


ctgcgtaccc 


caggaataaa 


tctcatggcc 


1717 


ttctttacct 


ggcctcctta 


gtggtggccc 


agcaggaagc 


gggggttaga 


geaggageca 


1777 


ctcagccttc 


caagatagat 


actccatggg 


ccggtggtat 


tactggcett 


ttgageccat 


1837 


ccccatttgc 


atagatgatc 


cacgtgggtt 


atcatctggc 


tggtatgttc 


ccagagtgaa 


1897 


actcagcagc 


cccttgaggg 


aggggatggt 


ggecatcagg 


ccagagtatt 


gcaagttagt 


1957 


ttggatcatt 


tgctaagcag 


cttgtggtgc 


cttcagaaag 


gaacagtttc 


aaagaacttt 


2017 


cacatctgtt 


ggctcatttc 


gecctaatga 


cagtcttctc 


tttgatattt 


gcatggcatt 


2077 


aaattttgee 


tttcttgttt 


tctccagaaa 


acgcccactc 


ctggatcttc 


acattgaact 


2137 


caatggctac 


atgtatgatt 


ggaacagcag 


agtttctgcc 


aaggagaaat 


attatgtctg 


2197 


gctgcagcac 


actctgagaa 


agaaacttat 


ctctcctaca 


cataagaaac 


caaaaggctg 


2257 


ggcgtagtgg 


ctcgcacctg 


tgatcccagc 


actttgggag 


gecgaggagg 


geggatcact 


2317 


teaggteggg 


agttcgagac 


cagcctggcc 


agcatgtgaa 


cgctgtccct 


agtagaagtg 


2377 


caaaaattgg 


ctggtgtggg 


tgtgggtacc 


ctgtattccc 


agttgcttgg 


ggggctgagg 


2437 


tgggaggatc 


ttttgacccc 


aggagttcag 


ggtcatagca 


tgctgtgatt 


gtgectaega 


2497 


atagecactg 


cataccaacc 


tgggcaatat 


agcaagatcc 


catctcttta 


aaaaaaaaaa 


2557 


aaaaaggaca 


ggaactatct 


taaaaaaaaa 


aaaaaaaaaa 






2597 



<210> 
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<211> 348 
<212> PRT 
<213> Homo sapiens 

<400> 6 

Met Ala Glu lie Gly Glu Asp Leu Asp Lys Ser Asp Val Ser Ser Leu 
15 10 15 



lie Phe Leu Met Lys Asp Tyr Met Gly Arg Gly Lys lie Ser Lys Glu 
20 25 30 



Lys Ser Phe Leu Asp Leu Val Val Glu Leu Glu Lys Leu Asn Leu Val 
35 40 45 



Ala Pro Asp Gin Leu Asp Leu Leu Glu Lys Cys Leu Lys Asn lie His 
50 55 60 



Arg lie Asp Leu Lys Thr Lys lie Gin Lys Tyr Lys Gin Ser Val Gin 
65 70 75 80 



Gly Ala Gly Thr Ser Tyr Arg Asn Val Leu Gin Ala Ala lie Gin Lys 
85 90 95 



Ser Leu Lys Asp Pro Ser Asn Asn Phe Arg Glu Glu Pro Val Lys Lys 
100 105 110 



Ser lie Gin Glu Ser Glu Ala Phe Leu Pro Gin Ser lie Pro Glu Glu 
115 120 125 



Arg Tyr Lys Met Lys Ser Lys Pro Leu Gly lie Cys Leu lie lie Asp 
130 135 140 



Cys lie Gly Asn Glu Thr Glu Leu Leu Arg Asp Thr Phe Thr Ser Leu 
145 150 155 160 



Gly Tyr Glu Val Gin Lys Phe Leu His Leu Ser Met His Gly lie Ser 
165 170 175 



Gin lie Leu Gly Gin Phe Ala Cys Met Pro Glu His Arg Asp Tyr Asp 
180 185 190 



Ser Phe Val Cys Val Leu Val Ser Arg Gly Gly Ser Gin Ser Val Tyr 
195 200 205 



Gly Val Asp Gin Thr His Ser Gly Leu Pro Leu His His lie Arg Arg 
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210 215 220 



Met Phe Met Gly Asp Ser Cys Pro Tyr Leu Ala Gly Lys Pro Lys Met 
225 230 235 240 



Phe Phe lie Gin Asn Tyr Val Val Ser Asp Gly Gin Leu Glu Asp Ser 
245 250 255 



Ser Leu Leu Glu Val Asp Gly Pro Ala Met Lys Asn Val Glu Phe Lys 
260 265 270 



Ala Gin Lys Arg Gly Leu Cys Thr Val His Arg Glu Ala Asp Phe Phe 
275 280 285 



Trp Ser Leu Cys Thr Ala Asp Met Ser Leu Leu Glu Gin Ser His Ser 
290 295 300 



Ser Pro Ser Leu Tyr Leu Gin Cys Leu Ser Gin Lys Leu Arg Gin Glu 
305 310 315 320 



Arg Gly Thr lie Pro Gly Ser Gly lie Thr Glu Ser Lys Asp Met His 
325 330 335 



Phe Ser Ser Leu Gly Cys lie Leu Leu Asp Val Leu 

345 





340 


<210> 
<211> 
<212> 
<213> 


7 

26 
DNA 

Artificial sequence 


<220> 
<223> 


Primer 


<400> 7 

cgcccatggc tgaagtcatc catcag 


<210> 
<211> 
<212> 
<213> 


8 

27 
DNA 

Artificial sequence 


<220> 
<223> 


Primer 


<400> 


8 



26 



cgcaagcttg tgctgggatt acaggtg 27 
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<210> 9 

<211> 26 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Primer 

<400> 9 

cgcccatgga gattggtgag gatttg 



<210> 
<211> 
<212> 
<213> 



10 
26 
DNA 

Artificial 



sequence 



<220> 

<223> Primer 
<400> 10 

cgcaagctta gagcatgcag tgtcag 



<210> 11 

<211> 33 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Primer 

<400> 11 

cgcggatccg ccatcatgtc tgctgaagtc ate 



<210> 
<211> 
<212> 
<213> 



12 
27 
DNA 

Artificial 



sequence 



<220> 

<223> Primer 
<400> 12 

cgcggtaccg tgctgggatt acaggtg 



<210> 13 

<211> 33 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Primer 



<400> 13 

cgcggatccg ccatcatggc agagattggt gag 



<210> 14 

<211> 26 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Primer 

<400> 14 

cgcggtacca gagcatgcag tgtcag 2 6 

<210> 15 

<211> 33 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Primer 

<400> 15 

cgccccgggg ccatcatgtc tgctgaagtc ate 33 

<210> 16 

<211> 57 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Primer 

<400> 16 

cgctctagat caagegtagt ctgggacgtc gtatgggtag tgctgggatt acaggtg 57 

<210> 17 

<211> 33 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Primer 

<400> 17 

cgcggatccg ccatcatgtc tgctgaagtc ate 33 

<210> 18 

<211> 27 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Primer 

<400> 18 

cgcggtaccg tgctgggatt acaggtg 27 
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<210> 19 

<211> 33 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Primer 

<400> 19 

cgcggatccg ccatcatggc agagattggt gag 

<210> 20 

<211> 56 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Primer 

<400> 20 

cgctctagat caagcgtagt ctgggacgtc gtatgggtaa gagcatgcag tgtcag 



<210> 21 

<211> 33 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Primer 

<400> 21 

cgcggatccg ccatcatggc agagattggt gag 

<210> 22 

<211> 26 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Primer 

<400> 22 

cgcggtacca gagcatgcag tgtcag 

<210> 23 

<211> 414 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (16) . . (16) 

<223> May be any nucleotide. 



<220> 

<221> misc_f eature 

<222> (309) . . (309) 

<223> May be any nucleotide. 

<220> 

<221> misc_f eature 

<222> (317) . . (317) 

<223> May be any nucleotide. 

<220> 

<221> misc_f eature 

<222> (342) . . (342) 

<223> May be any nucleotide. 

<220> 

<221> misc_f eature 

<222> (358) . . (358) 

<223> May be any nucleotide. 

<220> 

<221> misc_f eature 

<222> (367) . . (367) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (380) . . (380) 

<223> May be any nucleotide. 

<220> 

<221> misc_f eature 

<222> (386) . . (386) 

<223> May be any nucleotide. 

<220> 

<221> mi sc_f eature 

<222> (409) . . (409) 

<223> May be any nucleotide. 



<400> 23 
aattcggcac 


gagggnggac 


ttggctgaac 


tgctctacag 


agtgaggcga 


tttgacctgc 


60 


tcaaacgtat 


cttgaagatg 


gacagaaaag 


ctgtggagac 


ccacctgctc 


aggaaccctc 


120 


accttgtttc 


ggactataga 


gtgctgatgg 


cagagattgg 


tgaggatttg 


gataaatctg 


180 


atgtgtcctc 


attaattttc 


ctcatgaagg 


attacatggg 


ccgaggcaag 


ataagcaagg 


240 


agaagagttt 


cttgggacct 


tggtggttga 


gttgggagaa 


actaaatctg 


gtttgcccca 


300 


gatcaactng 


ggatttntta 


ggaaaaatgc 


ctaaagaaca 


tncacaggat 


agacctgnag 


360 


acaaaantcc 


agnagtacan 


gcagtntgtt 


cagggagcag 


ggacaattnc 


agga 


414 



<210> 24 
<211> 393 
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<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (41) . . (41) 

<223> May be any nucleotide. 

<220> 

<221> misc_f eature 

<222> (77) . . (77) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (107) . . (107) 

<223> May be any nucleotide. 

<220> 

<221> misc_f eature 

<222> (205) . . (205) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (213) . . (213) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (317) . . (317) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (327) . . (327) 

<223> May be any nucleotide. 

<220> 

<221> misc__f eature 

<222> (363) . . (363) 

<223> May be any nucleotide. 

<220> 

<221> misc^feature 

<222> (380) . . (380) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (382) . . (382) 

<223> May be any nucleotide. 

<400> 24 

tgccaaggag aaatattatg tctggctgca gcacactctg ngaaagaaac ttatcctctc 60 
ctacacataa gaaaccnaaa ggctgggcgt agtggctcac gcctgtnaat cccagcactt 120 
tgggaggcca aggagggcag atcacttcag gtcaggagtt cgagaccagc ctggccaaca 180 
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tggtaaacgc tgtccctagt aaaantacaa aanttagctg ggtgtgggtg tgggtacctg 



240 



tgttcccagt tacttgggag gctgaggtgg gaggatcttt tggaacccag gagtttcagg 



300 



gtcatagcat gctgtgnttg tgccctnacg aattagccac tgcattacca acctggggca 



360 



atnttaggca agatcccatn tnttttaaaa aaa 



393 



<210> 25 

<211> 309 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (229) . . (229) 

<223> May be any nucleotide. 

<220> 

<221> misc_f eature 

<222> (286) . . (286) 

<223> May be any nucleotide. 

<400> 25 

tggatcttca cattgaactc aatggctaca tgtatgattg gaacagcaga gtttctgcca 60 

aggagaaata ttatgtctgg ctgcagcaca ctctgagaaa gaaacttatc ctctcctaca 120 

cataagaaac caaaaggctg ggcgtagtgg ctcacgcctg tgatcccagc actttgggag 180 

gccggggagg gcagatcact tcaggtcagg agttcgagac cggcctggnc aacatggtag 240 

acgctgtccc tagtaaaaat gcaaaagttg gctgggtgtg ggtgtnggta cctgtgttcc 300 

cagttgctt 309 



<210> 26 

<211> 500 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (117) . . (117) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (170) . . (170) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (226) . . (226) 

<223> May be any nucleotide. 
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<220> 

<221> mi sc_f eature 

<222> (287) . . (287) 

<223> May be any nucleotide 

<220> 

<221> misc_feature 

<222> (295) . . (295) 

<223> May be any nucleotide 

<220> 

<221> misc_f eature 

<222> (305) . . (305) 

<223> May be any nucleotide 

<220> 

<221> misc_f eature 

<222> (332) . . (332) 

<223> May be any nucleotide 

<220> 

<221> misc_f eature 

<222> (339) . . (339) 

<223> May be any nucleotide 

<220> 

<221> misc_feature 

<222> (349) . . (349) 

<223> May be any nucleotide 

<220> 

<221> misc_f eature 

<222> (353) . . (353) 

<223> May be any nucleotide 

<220> 

<221> misc_feature 

<222> (355) . . (355) 

<223> May be any nucleotide 

<220> 

<221> misc_f eature 

<222> (362) . . (362) 

<223> May be any nucleotide 

<220> 

<221> misc_f eature 

<222> (364) . . (364) 

<223> May be any nucleotide 

<220> 

<221> misc_f eature 

<222> (392) . . (392) 

<223> May be any nucleotide 

<220> 

<221> mi sc_f eature 

<222> (398) . . (398) 

<223> May be any nucleotide 



<220> 

<221> misc_f eature 

<222> (405) . . (405) 

<223> May be any nucleotide. 

<220> 

<221> mi sc_f eature 

<222> (412) . . (412) 

<223> May be any nucleotide. 

<220> 

<221> misc_f eature 

<222> (445) . . (445) 

<2 23> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (448) . . (448) 

<223> May be any nucleotide. 

<220> 

<221> mi sc_f eature 

<222> (459) . . (459) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (469) . . (469) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (480) . . (480) 

<223> May be any nucleotide. 

<400> 26 



aattcggcag 


agctcactca 


gggctccccc 


tgcatcacat 


caggaggatg 


ttcatgggag 


60 


attcatgccc 


ttatctagca 


gggaagccaa 


agatgttttt 


tattcagaac 


tatgtgntgt 


120 


cagagggcca 


gctggaggac 


agcagcctct 


tggaggtgga 


tgggccagcn 


atgaagaatg 


180 


tggaattcaa 


ggctcagaag 


cgagggctgt 


gcacagttca 


ccgagnaagc 


tgacttcttc 


240 


tggagcctgt 


gtaatgcgga 


catgtccctg 


cttggagcaa 


tcttcanagg 


ttcancgtcc 


300 


ctgtnacctg 


catgcctttt 


cccagaaact 


gngacaagna 


agaaaacgnc 


cantnctggg 


360 


gntntttcac 


attggaactc 


aatggttaca 


anttatgntt 


ggggncaaca 


anttttttgc 


420 


caagggggaa 


ttttttgttt 


tgggntgnag 


aaaaatttng 


ggaaagaant 


ttttcccttn 


480 


cnnnaaatta 


ggnacccaaa 










500 



<210> 27 
<211> 324 
<212> DNA 
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<213> Homo sapiens 



<400> 27 

attctgaaaa agaatgtggg gtttccttgc agatgagttc atctgttgtt tcatttcctt 60 

tacaataact cccccactgg aaaggattct gaaagaaatg aagtcagccc tcagaaatga 120 

agttgactgc ctgctggctt tctgttgact ggcctggagc tgtactgcaa gacccttgtg 180 

agcttcccta gtctaagagt aggatgtctg ctgaagtcat ccatcaggtt gaagaagcac 240 

ttgatacaga tgagaaggag atgctgctct ttttgtgccg ggatgttgct atagatgtgg 300 

ttccacctaa tgtcagggac cttc 324 



<210> 28 

<211> 389 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc__f eature 

<222> (1) . . (1) 

<223> May be any nucleotide. 

<220> 

<221> misc_f eature 

<222> (15) . . (15) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (115) . . (115) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (282) . . (282) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (318) . . (318) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (335) . . (335) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (353) . . (353) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (356) . . (356) 
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<223> 



May be any nucleotide. 



<220> 

<221> misc__f eature 

<222> (362) . . (362) 

<223> May be any nucleotide. 

<220> 

<221> misc_f eature 

<222> (364) . . (364) 

<223> May be any nucleotide. 

<220> 

<221> mi sc_f eature 

<222> (374) . . (374) 

<223> May be any nucleotide. 

<400> 28 

naattcggca gaganaagag tctcaaggat ccttcaaata acttcaggct ccataatggg 60 

agaagtaaag aacaaagact taaggaacag cttggcgctc aacaagaacc agtgnaagaa 120 

atccattcag gaatcagaag cttttttgcc tcagagcata cctgaagaga gatacaagat 180 

gaagagcaag cccctaggga atctgcctga taaatcgatt gcattggcaa tgaggacaga 240 

gcttcttcgg ggacaccttc acttccctgg gcttatgaag tnccaggaaa ttcttgcatc 300 

tcagtatgca tggtattntc ccagattttt tgggnccaat ttgcccgtta tgnccngggc 360 

ancnggggat ttangacaat tttgtggtg 3 89 



<210> 29 

<211> 308 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (14).. (14) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (17) . . (17) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (45).. (45) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (96).. (96) 

<223> May be any nucleotide. 

<220> 
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<221> misc_feature 
<222> (126) . . (126) 
<223> May be any nucleotide. 



<400> 29 
attctgaaaa 


agantgnggg 


gtttccttgc 


agatgagttc 


atctnttgtt 


tcatttcctt 


60 


tacaataact 


cccccactgg 


aaaggattct 


gaaagnaatg 


aagtcagccc 


tcagaaatga 


120 


agttgnctgc 


ctgctggctt 


tctgttgact 


ggcctggagc 


tgtactgcaa 


gacccttgtg 


180 


agcttcccta 


gtctaagagt 


aggatgtctg 


ctgaagtcat 


ccatcaggtt 


gaagaagcac 


240 


ttgatacaga 


tgagaaggag 


atgctgctct 


ttttgtgccg 


ggatgtttgc 


tatagatgtg 


300 


gttccacc 












308 



<210> 30 

<211> 297 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (28) . . (28) 

<223> May be any nucleotide. 

<400> 30 

attctgaaaa agaatgtggg gtttcctngc agatgagttc atctgttgtt tcatttcctt 60 

tacaataact cccccactgg aaaggattct gaaagaaatg aagtcagccc tcagaaatga 12 0 

agttgactgc ctgctggctt tctgttgact ggcctggagc tgtactgcaa gacccttgtg 180 

agcttcccta gtctaagagt aggatgtctg ctgaagtcat ccatcaggtt gaagaagcac 240 

ttgatacaga tgagaaggag atgctgctct tttttgtgcc gggatgttgc tatagat 297 



<210> 31 

<211> 348 

<212> DNA 

<213> Homo sapiens 

<400> 31 

tataggatgg tcatatcagc tttataggag agtagctgtg tccctgaatt ctccctgaca 60 

ctgcatgctc ttatatttcc tcaagttttg acaatttgat aggtgaaaag tggtatctga 120 

ttgttcagat ctggaaggct ttgttatata aacatttttt taatgtttat tggcaagaat 180 

acttttctaa gagaaacatc agtgagctgg tttccattta agctgaatga agccacaatg 240 

tacctcaagt ataaggttaa ctggcctttt ttcagttgca ctctaattac aatttagaat 300 

gatgtttctg agccacctgt caaatgcatt ctggggctgt acctcttg 348 
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<210> 32 

<211> 333 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (48) . . (48) 

<223> May be any nucleotide. 

<220> 

<221> misc_f eature 

<222> (125) . . (125) 

<223> May be any nucleotide. 

<220> 

<221> misc_feature 

<222> (248) . . (248) 

<223> May be any nucleotide. 

<220> 

<221> misc_f eature 

<222> (310) . . (310) 

<223> May be any nucleotide. 

<400> 32 

tataggatgg tcatatcagc tttataggag agtagctgtg tccctgantt ctccctgaca 60 

ctgcatgctc ttatatttcc tcaagttttg acaatttgat aggtgaaaag tggtatctga 120 

ctgtncagat ctggaaggct ttgttatata aacatttttt taatgtttat tggcaagaat 180 

acttttctaa gagaaacatc agtgagctgg tttccattta agctgaatga agccacaatg 240 

tacctcangt ataaggatta actggccttt ttccagttgc actctaatta caattttaga 300 

atgatgttcn gaggccacct gtcaaatgca ttc 333 



<210> 33 

<211> 5 

<212> PRT 

<213> Homo sapiens 

<400> 33 

Gin Ala Cys Arg Gly 
1 5 

<210> 34 

<211> 5 

<212> PRT 

<213> Homo sapiens 

<400> 34 

Gin Ala Cys Gin Gly 
1 5 

<210> 35 

<211> 5 



25 



<212> PRT 

<213> Homo sapiens 

<400> 35 

Gin Asn Tyr Val Val 
1 5 



